Background: Hepatitis B virus (HBV) as an infectious disease that has nine genotypes (A -I) and a 'putative' genotype J. Objectives: The aim of this study was to identify the rare codon clusters (RCC) in the HBV genome and to evaluate these RCCs in the HBV proteins structure. Methods: For detection of protein family accession numbers (Pfam) in HBV proteins, the UniProt database and Pfam search tool were used. Protein family accession numbers is a comprehensive and accurate collection of protein domains and families. It contains annotation of each family in the form of textual descriptions, links to other resources and literature references. Genome projects have used Pfam extensively for large-scale functional annotation of genomic data; Pfam database is a large collection of protein families, each represented by multiple sequence alignments and hidden Markov models (HMMs). The Pfam search tools are databases that identify Pfam of proteins. These Pfam IDs were analyzed in Sherlocc program and the location of RCCs in HBV genome and proteins were detected and reported as translated EMBL nucleotide sequence data library (TrEMBL) entries. The TrEMBL is a computer-annotated supplement of SWISS-PROT that contains all the translations of European molecular biology laboratory (EMBL) nucleotide sequence entries not yet integrated in SWISS-PROT. Furthermore, the structures of TrEMBL entries proteins were studied in the PDB database and 3D structures of the HBV proteins and locations of RCCs were visualized and studied using Swiss PDB Viewer software®. Results: The Pfam search tool found nine protein families in three frames. Results of Pfams studies in the Sherlocc program showed that this program has not identified RCCs in the external core antigen (PF08290) and truncated HBeAg gene (PF08290) of HBV. By contrast, the RCCs were identified in gene of hepatitis core antigen (PF00906 and the residues 224 -234 and 251 -255), large envelope protein S (PF00695 and the residues 53-56 and 70 -84), X protein (PF00739 and the residues 10 -24, 29 -83, 95 -99. 122 -129, 139 -143), DNA polymerase (viral) N-terminal domain (PF00242 and the residues 59 -62, 214 -217, 407 -413) and protein P (Pf00336 and the residues 225 -228). In HBV genome, seven RCCs were identified in the gene area of hepatitis core antigen, large envelope protein S and DNA polymerase, while protein structures of TrEMBL entries sequences found in Sherlocc program outputs were not complete. Conclusions: Based on the location of detected RCCs in the structure of HBV proteins, it was found that these RCCs may have a critical role in correct folding of HBV proteins and can be considered as drug targets. The results of this study provide new and deep perspectives about structure of HBV proteins for further researches and designing new drugs for treatment of HBV.
base pairs (7, 8) . The virus has four overlapping open reading frames (ORFs) including large S region (PreS/S), PreC/C, and P and regulatory elements of transcription, replication and encapsidation, within these ORFs (9) . For example, the surface open reading frame (S) is entirely overlapped by that encoding the polymerase (P) (10) .
Any mutation with loss of protein activity has destructive effects on virus, and loss of some point mutations may have not any obvious effect, because the amino acid may not be changed or the functional structures of the RNA or protein may not be affected (11) . Number of these silent mutations may be part of the quasi-species, which are subsequently selected by the host immune response (11) . Some of these silent mutations are identified as rare codons that may have an important role in protein folding and activity that should be considered in HBV genome studies.
Genetic code redundancy allows most amino acids to be encoded by multiple codons that are non-randomly distributed along coding sequences (12) . Some of synonymous codons in every organism are used with higher frequency, while others have very low frequency that have been introduced in the literature as rare codons, low usage codons or unflavored codons (13) . The result of previous studies show that rare codons tend to have depleted concentration of tRNAs that have an effect on ribosomes and pause the growing polypeptide until the rare activated tRNA brings the next amino acid (14, 15) . Furthermore, some studies have shown that rare codons, which often exist in large clusters, instead randomly scatter across genes that are known as rare codon clusters (RCCs) (13) . Rare codon clusters have been identified in genes of the wide variety of organisms (13, 16) . Furthermore, many highly expressed genes contain rare codon clusters and a correlation between the position of RCCs in mRNA and protein domain boundaries was observed (17) . The clustering of rare codons indicates that there are forces that influence the selection of rare codons within mRNA sequences (16) . Several studies have reported the replacement of rare codons with frequent synonymous ones that have a variety of effects on structure and functions of proteins (18) . These results indicate that RCCs are functionally important for protein activity, and have an important role in all aspects of protein expression, mRNA stability, folding, secretion, and proteinprotein interactions (13, 19) . Because of the importance of RCCs in function and activity of proteins, we studied for the first time the RCCs in the genome and proteins of HBV (20) .
Objectives
The aim of this study was to identify rare codon clusters in the genome and the position of hepatitis B virus proteins' structure.
Methods
At first, the protein family accession numbers (Pfam), number of seven overlapping open reading frames (ORFs) including PreS/S, P protein, hepatitis core antigen, X protein, N-terminal domain of DNA polymerase, external core antigen and truncated HBeAg protein were identified using Pfam search tool database (21, 22) . Then, these IDs of Pfams were analyzed in Sherlocc program that detects statistically relevant conserved rare codon clusters (19) . Subsequently, the structures of TrEMBL entries from Sherlocc program were studied for HBV proteins that were obtained from PDB database or by homology modeling. Translated EMBL Nucleotide sequence data library (TrEMBL) is a computer-annotated supplement of SWISS-PROT that contains all the translations of EMBL nucleotide sequence entries not yet integrated in SWISS-PROT (23).
Sequence Retrieval and Organization
The genome of HBV is made of circular DNA, but it is unusual because the DNA is not fully double-stranded (24) . There are four known genes encoded by the HBV genome, called C, X, P, and S and by proteolytic processing and different "start" (ATG) codons, the HBV proteins are produced (25) . This shows that this genome, in comparison with other hepatitis viruses such as HCV, has high complexity and needs to be carefully evaluated. For accurately bioinformatics' analysis, the nucleotide sequences and features of the genotypes of HBV were retrieved from GenBank (http://www.ncbi.nlm.nih.gov/nuccore/X70185.1). Since the subtype adw2 is found to genotype A, B and C, this genome was used in further bioinformatics analysis (26, 27) (Table 1) .
Protein Family Accession Numbers Identification
The Pfam database is a large collection of protein domain families. Each family is represented by multiple sequence alignments and Hidden Markov Models (HMMs). The Pfam version 30.0 was produced at the European Bioinformatics Institute using a sequence database called Pfamseq, which is based on UniProt release 2016 -02. At first, by analysis the HBV genome (GenBank: X70185.1) in sequence search option of Pfam 30.0 (http://pfam.xfam.org/search/sequence), six-frame translation of this gene and their characteristics were obtained. Protein Family accession numbers 30.0 searches for DNA sequence (GenBank: X70185.1) for Pfam-A matches using the normal Pfam-A HMMs and GA cut-offs. When a Pfam model is built, the Pfam team keeps track of persequence and per-domain scores of every sequence in a large non-redundant database. The GA cutoffs (gathering cutoffs) are the scores that are used as cutoffs in Furthermore, by appropriate translation table the correspondence of the nucleotide sequence with the aminoacid sequence provided in the Pfam alignment was verified and the species-specific codon usage frequencies were retrieved using the Kazusa codon usage frequency online database (29) . By clicking on the Pfam IDs in left column, the accurate location of these RCCs in nucleotide sequence of HBV protein were shown. Analysis of these Pfam IDs in Sherlocc program allowed discrimination of positions of the alignment occupied by rare codons. Finally, estimation of the locus of these RCCs in HBV genome and HTML output of Sherlocc program were conducted.
Analysis of Rare Codon Clusters in the Structure of Hepatitis B Virus Proteins
For analysis of RCC in the structure of HBV proteins, the structures of TrEMBL entries proteins were studied in PDB databank (30) . TrEMBL is a computer-annotated protein sequence database supplementing the Swiss-Prot Protein Sequence Data Bank. This study showed that crystal structures of HBV proteins, reported by the Sherlocc Program, have not been completely reported in protein data bank. For this reason, by submission of sequences of hepatitis core antigen, large envelope protein and DNA polymerase in Swiss model (31) and I-TASSER server (32) , 3D models of these proteins were prepared. Stereochemical analyses of the homology model were carried out using the Ramachandran plot obtained from PROCHECK. PROCHECK checks the stereochemical quality of a protein structure producing a number of PostScript plots and residue-byresidue geometry (33) . The stereochemical parameters are described in detail by Morris et al. (1992) . These parameters are not included in standard refinement procedures and are available in Table 1 of Appendix A from manual option of PROCHECK home page (http://www.ebi.ac.uk/thorntonsrv/software/PROCHECK/). A Ramachandran plot that is also known as a Ramachandran diagram or a [ϕ, ψ] plot, is a way to visualize energetically allowed regions for backbone dihedral angles ψ against ϕ of amino acid residues in proteins' structure (34) . This plot was used for theoretical evaluation of different conformations of the ψ and ϕ angles that are possible for an amino-acid residue in a protein and structure validation. Furthermore, 3D structures of the HBV proteins and locations of RCCs were visualized and studied using Swiss PDB Viewer software (35) . The relative assessment of models show that results of I-TASSER server have better quality and we used these results in the final study.
Hepat Mon. 2016; 16(10):e39909. 3
Results
Genetic properties of HBV genotypes of this study are listed in Table 2 . The results show that HBV DNA sequence had nine protein families in three frames.
Detection of Rare Codon Clusters
After selection of the HBV genome (GenBank: X70185.1) and translation in six frames, Pfam search tool found nine protein families in three frames and provided a striking example of overlapping genes. In the DNA search results page (Figure 1 ), each open reading frame is represented graphically. The any domain, positions represented by the standard Pfam domain representations and the positions of the stop codons location in the reading frame are highlighted by red square lollipops. This search tool accepts sequences up to 80000 nucleotides in length, and searches the Pfam-A HMM library using the gathering threshold. The location of nine significant hits and properties of these hits are reported in Figure 1 .
The envelope co-ordinates delineate the region on the sequence where the match has been probabilistically determined to lie, whereas the alignment co-ordinates delineate the region over which HMMER is confident that the alignment of the sequence to the profile HMM is correct (36) . As shown in Figure 1 , with DNA translation at frame 1, four protein families were identified that included DNA pol viral N (envelope 1 -49), RVT 1 (envelope 73 -297), DNA pol viral C (envelope 298 -540) and vMSA (envelope 981 -1073). The DNA pol viral N domain is at the N terminus of hepadnavirus P proteins and covers the so-called terminal protein and the spacer region of the protein. A reverse transcriptase (RT) is an enzyme used to generate complementary DNA (cDNA) from an RNA template, a process termed reverse transcription. It is mainly associated with retroviruses. However, non-retroviruses also use RT (for example, the hepatitis B virus, a member of the Hepadnaviridae, which are dsDNA-RT viruses, while retroviruses are ss-RNA viruses) (37) . The DNA pol viral C domain is at the C terminus of hepatitis B-type viruses P proteins and represents a functional domain that controls the RNase H activities of the protein. The vMSA family contains the major surface antigens of the hepatitis viruses (Hepadnaviridae). The protein is most likely required for an early step of the life cycle involving entry or uncoating of virus particles.
Frame 2 translation produced the vMSA (envelope 1 -272), Hep core N (envelope 605 -631) and Hepatitis core (envelope 635 -818). The Hep core N domain represents a short region found at the N terminus of some viral capsid (HBcAg) proteins from various hepatitis B virus (HBV), which is a major human pathogen. The conservation of four Cys residues suggests that this region acts as a zincbinding domain. The core antigen of hepatitis viruses possesses a carboxyl terminus rich in arginine. On this basis it was predicted that the core antigen would bind DNA (38) .
However, frame 3 translation produced the X (envelope 458 -599) and DNA pol viral N (envelope 769 -1073). The hepatitis B virus (HBV) X gene shares sequences with both the polymerase and precore genes, carries several regulatory signals critical to the replicative cycle, and its product has a trans-activating function (39) . The trans-activating function is probably associated with a tumourigenic potential of HBx, since x gene sequences, encoding functional HBx, have been repeatedly found integrated into the genome of liver carcinoma cells (40) .
As mentioned in material and methods and shown in Figure 1 , HBV genome was translated with different frame HBV to create the HBV proteins. These nine significant hits were studied in Uniprot database (www.uniprot.org) and the Pfam of these hits were detected (Table 3) . Furthermore, these Pfams were studied in the Sherlocc program. Sherlocc program detected statistically relevant conserved RCCs and anywhere that this did not exist, the program could not detect the RCCs. In this program, a statistically significant threshold can be chosen that allows discrimination of positions of the alignment occupied by rare codons with a statistically significant low codon usage frequency average (19) . From this, the threshold can be chosen and will allow us to discriminate positions of the alignment occupied by rare codons. All codon usage frequency averages under this threshold are tagged as slow. Results showed that this program has not identified RCCs in the external core antigen (PF08290) and truncated HBeAg protein (PF08290). This indicates that these proteins have no statistically relevant conserved RCCs. However, the single rare codon may be in these proteins that needs more analysis. On the other hand, RCCs become identified in Hepatitis core antigen (PF00906) large envelope protein S (PF00695), X protein (PF00739), DNA polymerase (viral) N-terminal domain (PF00242) and Protein P (Pf00336) (Table 3). However, if all of the HBV genotypes have a similar sequence of DNA and protein particularly in these positions, these RCCs may be found in all HBV genotypes. To answer this question we need comprehensive and precise studies. On the other hand, these RCCs have no effects on the overlapping genes as with change of the translation frame, these codon are completely changed. This was evaluated in further studies. The Pfam ID, number of RCCs and codon usage average threshold are listed in Table 3 .
The core antigen (PF00906) of hepatitis viruses possesses a carboxyl terminus rich in arginine. Hepatitis virus is composed of an outer envelope of host-derived lipid containing the surface proteins, and an inner protein cap- sid that contains genomic DNA. The monomer fold is stabilized by a hydrophobic core. The capsid is assembled from dimers via interactions involving a highly conserved arginine-rich region near the C terminus. This viral capsid acts as a core antigen, the major immunodominant region lying at the tips of the alpha-helical hairpins that form spikes on the capsid surface. However, the external core antigen family (PF08290) or Hep_core_N is a short region that was found at the N-terminus of some hepatitis core proteins. Its conservation of four Cys and his suggests a zinc-binding domain. 
Analysis of Rare Codon Clusters' positions in Hepatitis B Virus mRNA Sequences
After identification of RCCs, the relative position of these RCCs was evaluated in HBV mRNA sequences (41) . Figure 2 shows estimated locus's of these Rare Codon Clusters in DNA genome of HBV.
The polymerase gene has four functional domains including the Terminal Protein (TP), Spacer (SP), Reverse Transcriptase (RT), and RNase H. These analysis show that polymerase gene has three RCC that are located in TP, spacer and RT. The situation of RCC in TP and spacer were similar to the position of RCC in ORF core and PreS1, respectively. Furthermore, the special and accurate position of RCCs in the HBV genome was obtained. The HTML output of Sherlocc program and positions of RCCs are shown in considered 'slow' and tagged in orange.
Rare Codon Clusters in the Structure of Hepatitis B Virus Proteins
In HBV genome, seven RCCs were found in hepatitis core antigen, large envelope protein S and DNA polymerase proteins. Furthermore, by submitting sequences of hepatitis core antigen (HBEAG_HHBV), large envelope protein S (HBSAG_HHBV) and DNA polymerase (Q80MM5_HBV) in Swiss Model (31) and I-TASSER servers (32), 3D models of these proteins were achieved. Next, the PROCHECK server was used for Ramachandran plot analysis of the models (Figure 4) .
The Ramachandran plot is a fundamental tool in the analysis of protein structures. The Ramachandran plot is the 2D plot of the ϕ-ψ torsion angles of the protein backbone. It provides a simple view of the conformation of a protein (34, 42) . This plot gives the percentage of residues in favorable and disallowed regions. Analysis of 6 Hepat Mon. 2016; 16(10):e39909. the modeled L-protein from HBSAG-HHBV and DNA polymerase protein in PROCHECK showed that 96.1% and 95% of the residues are located in the favored region and 3.9% and 5% in disallow region of the Ramachandran plot, respectively ( Figure 4 ). The reference set and resulting ϕ and ψ distributions are described in structure validation by Cα geometry: ϕ, ψ and Cβ deviation (43) .
The TrEMBL entry that Sherlocc program has identified for hepatitis core antigen was HBEAG_HHBV, and by Swiss-Model and I-TASSER server (32) . This TrEMBL entry sequence is used for obtaining a 3D model of this protein.
The Heron hepatitis core antigen protein sequence has 261 residues and two rare codon clusters are found in the C terminal of HBEAG_HHBV sequence from amino acids 228 to 239 and from amino acids 255 to 259. The overall structure of Heron hepatitis core antigen was not determined and therefore Swiss-model and I-TASSER server could not be used for modeling the entire sequence. However, the results of this modeling showed that these rare codon clusters are located in the end of C-terminal sequence of HBEAG_HHBV and have been deleted, leading to mature and secreted HBEAG_HHBV protein.
For large envelope protein S, the Sherlocc program identified TrEMBL entries HBSAG_HHBV. The large envelope protein S in HBSAG_HHBV has 400 residues and two RCCs were found in poly-protein extending from amino acids 53 -56 and 70 -84 located in pre-S1 domain of the L-protein. The crystal structure of pre-S1 domain of the Lprotein has not been determined and we tried to model the structure of this protein.
The results of modeling showed that C-terminal S region of this sequence was excellently modeled but the Nterminal S region was not excellent. No crystal structure of pre-S1 domain of L-protein or similar species have been determined, so Swiss-model and I-TASSER server were not able to provide a satisfactory model for the pre-S1 domain. The DNA polymerase in Q80MM5_HBV has 835 residues and three RCCs were found in polymerase based on Sherlocc program alignment extending from amino acids 59 -62, 214 -217 and 407 -413. However, based on the sequence of Q80MM5_HBV polymerase, these RCC positions showed little change. Figure 6 shows positions of these RCCs in structure of DNA polymerase of HBV proteins.
Discussion
The genome of HBV is made of circular DNA, but it is unusual because the DNA is not fully double-stranded. One end of the full-length strand is linked to the viral DNA polymerase. The genome is 3020 -3320 nucleotides long (for the full-length strand) and 1700 -2800 nucleotides long (for the short length-strand) (24) . The negative-sense (non-coding) is complementary to the viral mRNA. The viral DNA is found in the nucleus soon after infection of the cell. Translation of mRNA is regulated by interactions with RNA-binding proteins and structural and nonstructural RNA elements (44) . One of the significant features of viral genome translation is identification of genetic elements, either RNA sequences or protein domains, which may modulate the viral genome translation. However, position of RCCs and their structural patterns in RNA may be important and open a new research field for extending the possible cures for many disorders or viral infections (20) . The Sherlocc program and the online Sherlocc Finder Interface are efficient tools that can be used to study the widespread translational pauses in protein families (2) . In the present study, the Sherlocc program was used to analyzes the RCCs in HBV genome and then identify the location of these RCCs in the structure of HBV proteins. The three-dimensional structures of biomolecules provide a wealth of information on their biological function and evolutionary relationships. In many aspects of modern biology, studying the RCCs in structure of proteins is very important. Results of this study were interesting and showed that HBV has seven RCC that may play an essential role in ensuring proper folding of protein chains. Although HBV infection can largely be prevented by use of a safe and effective vaccine, not everyone is vaccinated and there is no vaccine for people who are already chronically infected. Therefore, there is a continuous need for antiviral drugs to suppress viral replication or eliminate the infection. Hepatitis B virus DNA polymerase (HDP) has been of considerable interest as a target for treatment of HBV infections in the last decade (45) . Currently, some agents have been approved for HBV treatment. However, issues of practicality, high cost, effectiveness, and severe adverse reactions have limited the use of these agents for the treatment of chronic HBV (46) . Therefore, bioinformatics knowledge on rare codon evaluation and homology modeling that provide a new insight in the HBV genome and proteins, can be advantageous for overcoming this challenge. We have previously modeled the structure of HCV proteins, recombinant IL-24, firefly luciferase and cytosine deaminase and have a good experience in homology modeling technique (20, (47) (48) (49) . In this regard and for the first time, the detection of RCCs and their position in genome and protein of HBV was conducted.
Hepatitis core antigen is driven from a 25-kDa precursor, which is directed to the secretory pathway by a 19-amino acid long signal sequence that is cleaved and produces P22 (22 kDa) (50, 51) . P22 is processed further in a post-endoplasmic reticulum compartment by removal of a 34 amino acid-long arginine-rich domain located at its Cterminus, leading to mature and secreted HBeAg (52, 53) . In HBV genome, a single open reading frame encodes the envelope proteins, which is translated from three different in-frame start codons (54) . The L-protein contains three distinct regions: the N-terminal pre-S1, the central pre-S2, and the C-terminal S regions (55) . The M protein includes the pre-S2 and S regions, whereas the S protein consists of the S domain only (55) . The infectivity of HBV is directly dependent on the L-protein that is included in the viral envelope through lateral interactions with S (55). Jaoude et al. demonstrated that in addition to a receptor-binding site that was previously identified in the pre-S1 domain of the L-protein, this domain is responsible for determination of infectivity resides in the antigenic loop of HBV envelope Hepat Mon. 2016; 16(10):e39909. 9 proteins (55) . As previously mentioned, this domain has an essential role in HBV life cycle and the tertiary structure of this domain provides these special features and these RCCs may have a critical role in proper folding (27, 28) . The genome map of HBV illustrates the overlap of the surface protein and polymerase genes (2, 56, 57) . For detection of the one hidden layer of codon usage information that lie in the rare codon clusters, the sequence nucleotide of HBV genome was retrieved, translated in six frames to generate a set of protein sequences and genome map of HBV analyzed in the Pfam search tool and Pfam accession numbers of HBV proteins were identified. The Pfam is a comprehensive collection of protein domains and families represented as multiple sequence alignments (58) .
The RCCs have a very critical role in protein synthesis and folding and many studies support the existence of the widespread functional role for RCCs across species (19, 40, 59) . With introducing these Pfam in Sherlocc program, the position of RCC was detected. For better evaluation of these RCCs, the 3D structure of HBV proteins was modeled and evaluated by the Ramachandran plot. This plot showed that these models have a low percentage of disallowed amino acid and have a high quality structure. The Ramachandran plot data is very important and showed that the homology modeling process was reliable. Hence, the RCCs and functional elements location were evaluated in the structure of HBV proteins with very low error frequency. This ensuring of the structure can help in understanding the mechanism of protein folding and creation of new pharmaceutical ideas. Consequently, these models are reliable and used for further analysis.
PreS1 contains 108, 118, or 119 amino acids (aa), depending on the genotype, preS2 domain is 55 aa long, and Sdomain (S) contains 226 aa. In this study, two RCC that were identified in pre-S1 domain of the L-protein were selected. These RCCs have unknown functions but this function may be vital and may support proper folding of pre-S1 domain of the L-protein to warranty proper activity and folding of the protein. On the other hand, binding site residues are critical in protein-protein interaction and RCCs may play a critical role in positioning of these residues. However, as show in Figure 5 , the location of RCCs residues in Ribbon diagram of L-protein was not properly modeled and prediction of the exact role of these RCCs was difficult. For better understanding of the roles of these RCCs, it is needed to first determine the crystal structure of this segment of the protein. On the other hand, the recent study showed the structure of Sodium-Taurocholate Cotransporting Polypeptide (NTCP) binding site in the HBV preS/S region that includes essential and accessory domains. Interestingly, two of the RCCs that were detected in N terminal domain of preS, overlapped with NTCP binding site. One conclusion is that these RCCs support the suitable structure of this polypeptide and help provide the correct binding site. However, this idea must be evaluated with experimental studies (60) .
In HBV, the region responsible for encoding virus protein envelope (surface antigen or HBsAg) is completely embedded in the viral polymerase gene (61, 62) . In the polymerase gene, the substitutions inside or near the YMDD motif in catalytic core, led to resistance to nucleoside analogues antiviral drugs, such as lamivudine, adefovir and entecavir (63) . This shows that this motif and its position has very important role in structure and function of polymerase. Previously, it was found that in 3D-models of polymerase, the conserved amino acids are clustered at the YMDD motif in the catalytic core of the enzyme structure (62) . The YMDD motif is one of the highly conserved domains in RNA-dependent DNA polymerase of retroviruses, hepadnavirus, retro transposons, group II intron, bacterial retrons, and the catalytic subunit of telomerase and is involved in nucleotide binding in the catalytic site of the polymerase (64) (65) (66) (67) (68) . The YMDD motif is also a highly conserved domain in the RNA-dependent DNA polymerase and is involved in nucleotide binding of the catalytic site of the polymerase (69) . Previously, it was reported that at least four common motifs are conserved in the sequences of all the polymerases showing RNA template specificity (67) . The secondary structure predictions of these RNAdependent polymerases suggest that these four motifs seem to be well-ordered and could build a large domain of 120 -210 amino acids that are proposed to be a prerequisite polymerase module (67) . Studying the RCC in relation with YMDD position and conserved domain helped us determine that at least one of these RCCs are located at highly conserved domain in the RNA-dependent DNA polymerase and may play a special role in proper folding of this domain. Evaluation of partial CDs of DNA polymerase gene from liver transplanted patients that are submitted in gene bank showed that RCCs are not located in these partial CDs of DNA polymerase proteins. However, these RCCs have unknown features in structure and function of DNA polymerase that indicate the crucial importance of RCCs. With slow down of the translation rate of this mRNA, an efficient time was provided for proper folding of these proteins. This hypothesis should be evaluated by experimental methods as site directed mutagenesis. This study provides a new and deep perspective in protein research and drug design for treatment of HBV. Our findings indicate that RCCs may play an important role in proper folding and activity of HBV proteins. However, there may be other RCCs that could not be identified by the Sherlocc program. Also, RCCs cause ribosomal pauses to regulate specific folding but we cannot say strictly whether such pauses are needed for folding or molecular recognition of HBV proteins. However, based on the situation of RCC in structure of HBV proteins, it seems that RCCs can be considered as targets for development of new drugs. For drug design, we must focus on these RCCs and at first identify the frequently of amino acid codons. Then designing a drug that disorder in the proportion of these specific tRNAs in the cells to interference in the translation rate of mRNA. In a previous study, increasing the expression of tRNAs corresponding to rare codons increased the translation rate, but led to protein misfolding and aggregation (70, 71) . By this drug, the rate of the mRNA translation and protein folding was changed. Furthermore, the HBV proteins possess certain features that are very important for HBV life cycle and infectivity such as receptor recognition and binding (72) (73) (74) . Considering these features is very important in drug designing. These new drugs may finally inhibit the life cycle of HBV.
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